are highlighted with blue circles in both graphs. In red are highlighted the events we gated as un-budded. In this figure, we applied the gate on the FSC-W/SSC-W plot, and visualized the gated events also in the FSC-A/SSC-A plot. Fluorescence data from all experiments were pooled, binned by mean fluorescence, and standard deviation was plotted against mean fluorescence of the binned data (grey circle).
Linear regression with outlier detection (outliers, black circles; regression, black solid line) identified the intercept to define the lower detection limit of the flow cytometry-based assay (dashed line; see Materials and Methods). Figure S3 . Experimental (symbols, mean +/-standard deviation) and simulated (line) mRNA dynamics after induction with 2000 nM β-estradiol. We used a strain containing LexA-ER-B42 and a Citrine driven by a target promoter with four lexA boxes (FRY418). Citrine mRNA induction fold was measured by qRT-PCR, as described in the materials and methods section. Experimental (symbols, mean +/-standard deviation) and simulated (surfaces and contour lines) time-dependent dose-response curves for LexA-ER-B42 in SDC, SDGlyC, and SDP.
Supplementary
Note that only the data in SDC was used for calibrating the model; the only parameters in the model reflecting growth conditions are the maximal specific growth rate (measured rate) and the translation efficiency depending on growth rate (interpolated, see Materials and Methods), which are very similar for proline and glycerol (hence, the simulation data are identical, and the model cannot capture the glycerol condition). variant contained in each strain tested (FRY418, FRY666, FRY667, and FRY743).
• LexA-ER-Gal4AD
LexA-ER-VP16
LexA-ER-B42 FRY865). Citrine levels were assayed using an anti-GFP antibody. As loading control, we detected the β-actin with an anti-β-actin antibody. The induced samples were diluted as indicated. As control, we loaded the un-induced strain. • 
Translation polymerase
Supplementary Table S3 : Biochemical reaction network for the transcription factor model (continued).
Complex TF -hormone
Dilution by cell growth
Supplementary Table S3 : Biochemical reaction network for the transcription factor model (continued). Association TF -hormone 0.00936
Association TF -polymerase 0.00199
Association TF -polymerase 0.00409
Association TF -polymerase 0.00296
Association polymerase -operator (common constant) 
